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- Blue stars indicate that the retention score distribution of a given group is significantly different from the retention score distribution of the previous group according to a MannWhitney test. Table S3 . Reduction in scnRNA after SPT5m RNAi. The sRNA-seq Illumina sequencing samples for RNAi of the indicated gene(s) (first two columns) were mapped and normalized as described in Materials and Methods. The table presents the normalized counts for 23 nt sRNAs, 25 nt sRNAs presumed to be scnRNAs and the sum of the counts for 26-29 nt sRNAs, presumed to be iesRNAs (next three columns). Finally, count ratios are presented in the last two columns, first of the scnRNA count divided by the 23 nt count and then of the iesRNA count divided by the 23 nt count. Striking differences in the ratios between ND7 RNAi and SPT5m or DCL2/DCL3 RNAi (boldface type) were found at early and late times for the scnRNA and iesRNA ratios, respectively. Table S4 . Analysis of IES retention shows a gradation of effects after RNAi of different factors. IES retention was determined for each sequencing sample as described in Materials and Methods, and significantly retained IESs according to the statistical test were considered to be sensitive to the factor that had been depleted by RNAi. The table provides the number, average length and average retention scores for the sensitive IESs, and shows that the IESs sensitive to each of the factors represents a subset of the SPT5m-sensitive IESs, the DCL2/3-sensitive IESs being the largest and most highly retained after SPT5m-RNAi.
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